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Appendix Figure. Hemagglutinin (HA)-specific phylogenetic analysis of HPAI A(H5N1) virus, clade 

2.3.4.4b detections in wild birds and a human from British Columbia, Canada between September 2021 

and November 2024 contextualized by global sequences. Trees are rooted on the 

A/Goose/Guangdong/1/96 (Gs/Gd) (H5) reference sequence. Phylogeny displayed represent EA3 

genotype HA segments, represented by A3 and D1.1 viruses. Detections plotted based on specimen 

collection date. Grey shaded box indicates D1.1 viruses, all other sequences shown are A3 viruses. Tree 

tip color indicates collection region identified in GISAID metadata. Grey hashed lines represent additional 

sequences pulled from GISAID (submitted Dec 1, 2024–Feb 18, 2025), but not included in the original 

D1.1 analysis. 
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